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<210> 1 

<211> 2151 

<212> DNA 

<213> Artificial Sequence 
<220> 

<22 3> Mutant Reverse Transcriptase Derived from Moloney Murine Leukemia 
Virus 

<220> 

<221> CDS 

<222> (1) . . (2148) 

<400> 1 

atg ggg ggt tct cat cat 
Met Gly Gly Ser His His 
1 5 

99 fc 99 a ca 9 caa at 9 99 fc 
Gly Gly Gin Gin Met Gly 
20 

atg acc eta aat ata gaa 
Met Thr Leu Asn lie Glu 
35 

gag cca gat gtt tct eta 
Glu Pro Asp Val Ser Leu 
50 

gec tgg gcg gaa acc ggg 
Ala Trp Ala Glu Thr Gly 
65 70 

ctg ate ata ctt ctg aaa 
Leu lie lie Leu Leu Lys 
85 

tac ccc atg tea caa gaa 
Tyr Pro Met Ser Gin Glu 
100 



cat cat cat cat 
His His His His 
10 

egg gat ctg tac 
Arg Asp Leu Tyr 
2 5 

gat gag tat egg 
Asp Glu Tyr Arg 
40 

ggg tec aca tgg 
Gly Ser Thr Trp 
55 

ggc atg gga ctg 
Gly Met Gly Leu 



gca acc tct acc 
Ala Thr Ser Thr 
90 

gee aga ctg ggg 
Ala Arg Leu Gly 
105 



ggt atg get age 
Gly Met Ala Ser 



gac gat gac gat 
Asp Asp Asp Asp 
30 

eta cat gag acc 
Leu His Glu Thr 
45 

ctg tct gat ttt 
Leu Ser Asp Phe 
60 

gca gtt cgc caa 
Ala Val Arg Gin 
75 

ccc gtg tec ata 
Pro Val Ser lie 



ate aag ccc cac 
lie Lys Pro His 
110 



atg act 4 8 

Met Thr 

15 

aag cat 96 
Lys His 



tea aaa 144 
Ser Lys 



cct cag 192 
Pro Gin 



get cct 240 
Ala Pro 
80 

aaa caa 288 

Lys Gin 

95 

ata cag 336 
He Gin 
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aga ctg ttg gac cag gga ata ctg gta ccc tgc cag tec ccc tgg aac 384 
Arg Leu Leu Asp Gin Gly lie Leu Val Pro Cys Gin Ser Pro Trp Asn 
115 120 ~ 125 

acg ccc ctg eta ccc gtc aag aaa ccc ggg act aat gat tac agg cct 432 
Thr Pro Leu Leu Pro Val Lys Lys Pro Gly Thr Asn Asp Tyr Arg Pro 
130 135 140 

gtc caa gat ctg aga gag gtc aac aaa cgc gta gaa gac ate cac ccc 48 0 

Val Gin Asp Leu Arg Glu Val Asn Lys Arg Val Glu Asp lie His Pro 
145 150 155 160 

ace gta ccc aac ccc tac aac etc ttg agt ggg etc cca ccg tec cac 52 8 

Thr Val Pro Asn Pro Tyr Asn Leu Leu Ser Gly Leu Pro Pro Ser His 
165 170 175 

cag tgg tac act gtt eta gac tta aaa gat gec ttt ttc tgc ctg aga 576 
Gin Trp Tyr Thr Val Leu Asp Leu Lys Asp Ala Phe Phe Cys Leu Arg 
180 185 * 190 

etc cac ccg acg tct cag cct etc ttc gee ttt gaa tgg aga gac cca 624 
Leu His Pro Thr Ser Gin Pro Leu Phe Ala Phe Glu Trp Arg Asp Pro 
195 200 205 

gag atg gga ate tct ggc caa eta acc tgg acc aga etc cca cag gga 672 
Glu Met Gly lie Ser Gly Gin Leu Thr Trp Thr Arg Leu Pro Gin Gly 
210 215 220 

ttc aaa aac agt ccc acc ctg ttt gat gag gca ctg cgc aga gac eta 72 0 

Phe Lys Asn Ser Pro Thr Leu Phe Asp Glu Ala Leu Arg Arg Asp Leu 
225 230 235 "* " 240 

gca gac ttc egg ate cag cac cca gac ttg ate ctg eta cag tac gta 768 
Ala Asp Phe Arg lie Gin His Pro Asp Leu lie Leu Leu Gin Tyr Val 
245 250 255 

gat gac tta ctg ctg gee gee act tct gag etc gac tgc caa caa ggt 816 
Asp Asp Leu Leu Leu Ala Ala Thr Ser Glu Leu Asp Cys Gin Gin Gly 
260 265 270 

act egg gee ctg tta caa acc eta gga gac etc ggg tat egg gee teg 864 
Thr Arg Ala Leu Leu Gin Thr Leu Gly Asp Leu Gly Tyr Arg Ala Ser 
275 280 285 

gee aag aaa gee caa att tgc cag aaa cag gtc aag tat ctg ggg tat 912 
Ala Lys Lys Ala Gin lie Cys Gin Lys Gin Val Lys Tyr Leu Gly Tyr 
290 295 300 

ctt eta aaa gag ggt cag aga tgg ctg act gag gee aga aaa gag act 960 
Leu Leu Lys Glu Gly Gin Arg Trp Leu Thr Glu Ala Arg Lys Glu Thr 
305 310 315 320 

gtg atg ggg cag cct act ccg aag acc ccg egg caa eta agg gag ttc 1008 
Val Met Gly Gin Pro Thr Pro Lys Thr Pro Arg Gin Leu Arg Glu Phe 
325 330 335 

eta ggg acg gca ggc ttc tgt cgc etc tgg ate cct ggg ttt gca gaa 1056 
Leu Gly Thr Ala Gly Phe Cys Arg Leu Trp lie Pro Gly Phe Ala Glu 
340 345 350 

atg gca gee ccc ttg tac cct etc acc aaa acg ggg act ctg ttt aat 1104 
Met Ala Ala Pro Leu Tyr Pro Leu Thr Lys Thr Gly Thr Leu Phe Asn 
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355 360 365 

tgg ggc cca gac caa caa aag gcc tat caa gaa ate aag caa get ctt 1152 
Trp Gly Pro Asp Gin Gin Lys Ala Tyr Gin Glu lie Lys Gin Ala Leu 
370 375 380 

eta act gcc cca gcc ctg ggg ttg cca gat ttg act aag ccc ttt gaa 1200 
Leu Thr Ala Pro Ala Leu Gly Leu Pro Asp Leu Thr Lys Pro Phe Glu 
385 390 395 400 

etc ttt gtc gac gag aag cag ggc tac gcc aaa ggt gtc eta acg caa 124 8 

Leu Phe Val Asp Glu Lys Gin Gly Tyr Ala Lys Gly Val Leu Thr Gin 
405 410 415 

aaa ctg gga cct tgg cgt egg ccg gtg gcc tac ctg tec aaa aag eta 1296 
Lys Leu Gly Pro Trp Arg Arg Pro Val Ala Tyr Leu Ser Lys Lys Leu 
420 425 430 

gac cca gta gca get ggg tgg ccc cct tgc eta egg atg gta gca gcc 1344 
Asp Pro Val Ala Ala Gly Trp Pro Pro Cys Leu Arg Met Val Ala Ala 
435 440 445 

att gcc gta ctg aca aag gat gca ggc aag eta ace atg gga cag cca 1392 
lie Ala Val Leu Thr Lys Asp Ala Gly Lys Leu Thr Met Gly Gin Pro 
450 455 460 

eta gtc att ctg gcc ccc cat gca gta gag gca eta gtc aaa caa ccc 1440 
Leu Val lie Leu Ala Pro His Ala Val Glu Ala Leu Val Lys Gin Pro 
465 470 475 ' 480 

ccc gat cga tgg ctt tec aac gcc egg atg act cac tat cag gcc ttg 1488 
Pro Asp Arg Trp Leu Ser Asn Ala Arg Met Thr His Tyr Gin Ala Leu 
485 490 495 

ctt ttg gac acg gac egg gtc cag ttc gga ccg gtg gta gcc ctg aac 153 6 

Leu Leu Asp Thr Asp Arg Val Gin Phe Gly Pro Val Val Ala Leu Asn 
500 505 510 

ccg get aca ctg etc cca ctg cct gag gaa ggg ctg cag cac aac tgc 1584 
Pro Ala Thr Leu Leu Pro Leu Pro Glu Glu Gly Leu Gin His Asn Cys 
515 520 525 

ctt gat ate ctg gcc gaa gcc cac gga ace cga ccc gac eta acg gac 1632 
Leu Asp lie Leu Ala Glu Ala His Gly Thr Arg Pro Asp Leu Thr Asp 
530 535 540 

cag ccg etc cca gac gcc gac cac ace tgg tac acg ggt gga tec agt 1680 
Gin Pro Leu Pro Asp Ala Asp His Thr Trp Tyr Thr Gly Gly Ser Ser 
545 550 555 560 

etc ttg caa gag gga cag cgt aag gcg gga get gcg gtg acc acc gag 1728 
Leu Leu Gin Glu Gly Gin Arg Lys Ala Gly Ala Ala Val Thr Thr Glu 
565 570 575 

acc gag gta ate tgg get aaa gcc ctg cca gcc ggg aca tec get cag 1776 
Thr Glu Val lie Trp Ala Lys Ala Leu Pro Ala Gly Thr Ser Ala Gin 
580 585 590 

c 99 get cag ctg ata gca etc acc cag gcc eta agg atg gca gaa ggt 1824 
Arg Ala Gin Leu lie Ala Leu Thr Gin Ala Leu Arg Met Ala Glu Gly 
595 600 605 
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aag aag eta aat gtt tat acg aat tec cgt tat get ttt get act gcc 1872 
Lys Lys Leu Asn Val Tyr Thr Asn Ser Arg Tyr Ala Phe Ala Thr Ala 
610 615 620 

cat ate cat gga gaa ata tac aga agg cgt ggg ttg etc aca tea gaa 192 0 

His lie His Gly Glu lie Tyr Arg Arg Arg Gly Leu Leu Thr Ser Glu 
625 630 635 640 

ggc aaa gag ate aaa aat aag gac gag ata ttg gcc eta eta aaa gcc 1968 
Gly Lys Glu lie Lys Asn Lys Asp Glu lie Leu Ala Leu Leu Lys Ala 
645 650 655 

etc ttt ctg ccc aaa aga ctt age ata ate cat tgt cca gga cat caa 2016 
Leu Phe Leu Pro Lys Arg Leu Ser lie lie His Cys Pro Gly His Gin 
660 665 670 

aag gga cac age gcc gag get aga ggc aac egg atg get gac caa gcg 2 0 64 

Lys Gly His Ser Ala Glu Ala Arg Gly Asn Arg Met Ala Asp Gin Ala 
675 680 685 

gcc cga aag gca gcc ate aca gag aat cca gac ace tct acc etc etc 2112 
Ala Arg Lys Ala Ala lie Thr Glu Asn Pro Asp Thr Ser Thr Leu Leu 
690 695 700 

ata gaa aat tea tea ccc aat tec cgc tta att aat taa 2151 
lie Glu Asn Ser Ser Pro Asn Ser Arg Leu lie Asn 



705 


710 


715 


<210> 
<211> 
<212> 
<213> 


2 

716 
PRT 

Artificial Sequence 




<220> 
<223> 


Mutant Reverse Transcriptase 
Virus 


Derived 


<400> 


2 





Met Gly Gly Ser His His His His His His Gly Met Ala Ser Met Thr 
15 10 15 



Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys His 
20 25 30 



Met Thr Leu Asn lie Glu Asp Glu Tyr Arg Leu His Glu Thr Ser Lys 
35 40 45 



Glu Pro Asp Val Ser Leu Gly Ser Thr Trp Leu Ser Asp Phe Pro Gin 
50 55 60 



Ala Trp Ala Glu Thr Gly Gly Met Gly Leu Ala Val Arg Gin Ala Pro 
65 70 75 80 



Leu lie lie Leu Leu Lys Ala Thr Ser Thr Pro Val Ser lie Lys Gin 
85 90 95 
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Tyr Pro Met Ser Gin Glu Ala Arg Leu Gly lie Lys Pro His He Gin 
100 105 110 



Arg Leu Leu Asp Gin Gly He Leu Val Pro Cys Gin Ser Pro Trp Asn 
115 120 125 



Thr Pro Leu Leu Pro Val Lys Lys Pro Gly Thr Asn Asp Tyr Arg Pro 
130 135 140 



Val Gin Asp Leu Arg Glu Val Asn Lys Arg Val Glu Asp He His Pro 
145 150 155 160 



Thr Val Pro Asn Pro Tyr Asn Leu Leu Ser Gly Leu Pro Pro Ser His 
165 170 175 



Gin Trp Tyr Thr Val Leu Asp Leu Lys Asp Ala Phe Phe Cys Leu Arg 
180 185 190 



Leu His Pro Thr Ser Gin Pro Leu Phe Ala Phe Glu Trp Arg Asp Pro 
195 200 205 



Glu Met Gly He Ser Gly Gin Leu Thr Trp Thr Arg Leu Pro Gin Gly 
210 " 215 220 



Phe Lys Asn Ser Pro Thr Leu Phe Asp Glu Ala Leu Arg Arg Asp Leu 
225 230 235 240 



Ala Asp Phe Arg He Gin His Pro Asp Leu He Leu Leu Gin Tyr Val 
245 250 255 



Asp Asp Leu Leu Leu Ala Ala Thr Ser Glu Leu Asp Cys Gin Gin Gly 
260 265 270 



Thr Arg Ala Leu Leu Gin Thr Leu Gly Asp Leu Gly Tyr Arg Ala Ser 
275 280 285 



Ala Lys Lys Ala Gin He Cys Gin Lys Gin Val Lys Tyr Leu Gly Tyr 
290 295 300 



Leu Leu Lys Glu Gly Gin Arg Trp Leu Thr Glu Ala Arg Lys Glu Thr 
305 310 315 320 



Val Met Gly Gin Pro Thr Pro Lys Thr Pro Arg Gin Leu Arg Glu Phe 
325 330 335 



Leu Gly Thr Ala Gly Phe Cys Arg Leu Trp He Pro Gly Phe Ala Glu 
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340 345 350 



Met Ala Ala Pro Leu Tyr Pro Leu Thr Lys Thr Gly Thr Leu Phe Asn 
355 360 " ~ 365 



Trp Gly Pro Asp Gin Gin Lys Ala Tyr Gin Glu lie Lys Gin Ala Leu 
370 375 380 



Leu Thr Ala Pro Ala Leu Gly Leu Pro Asp Leu Thr Lys Pro Phe Glu 
385 390 395 400 



Leu Phe Val Asp Glu Lys Gin Gly Tyr Ala Lys Gly Val Leu Thr Gin 
405 410 415 



Lys Leu Gly Pro Trp Arg Arg Pro Val Ala Tyr Leu Ser Lys Lys Leu 
420 425 430 



Asp Pro Val Ala Ala Gly Trp Pro Pro Cys Leu Arg Met Val Ala Ala 
435 440 445 



lie Ala Val Leu Thr Lys Asp Ala Gly Lys Leu Thr Met Gly Gin Pro 
450 455 460 



Leu Val lie Leu Ala Pro His Ala Val Glu Ala Leu Val Lys Gin Pro 
465 470 475 480 



Pro Asp Arg Trp Leu Ser Asn Ala Arg Met Thr His Tyr Gin Ala Leu 
485 490 495 



Leu Leu Asp Thr Asp Arg Val Gin Phe Gly Pro Val Val Ala Leu Asn 
500 505 510 



Pro Ala Thr Leu Leu Pro Leu Pro Glu Glu Gly Leu Gin His Asn Cys 
515 520 525 



Leu Asp lie Leu Ala Glu Ala His Gly Thr Arg Pro Asp Leu Thr Asp 
530 535 540 



Gin Pro Leu Pro Asp Ala Asp His Thr Trp Tyr Thr Gly Gly Ser Ser 
545 550 555 ' 560 



Leu Leu Gin Glu Gly Gin Arg Lys Ala Gly Ala Ala Val Thr Thr Glu 
565 570 575 



Thr Glu Val lie Trp Ala Lys Ala Leu Pro Ala Gly Thr Ser Ala Gin 
580 585 590 
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Arg Ala Gin Leu lie Ala Leu Thr Gin Ala Leu Arg Met Ala Glu Gly 
595 600 605 



Lys Lys Leu Asn Val Tyr Thr Asn Ser Arg Tyr Ala Phe Ala Thr Ala 
610 615 620 



His He His Gly Glu He Tyr Arg Arg Arg Gly Leu Leu Thr Ser Glu 
625 630 635 640 



Gly Lys Glu He Lys Asn Lys Asp Glu He Leu Ala Leu Leu Lys Ala 
645 650 655 



Leu Phe Leu Pro Lys Arg Leu Ser He He His Cys Pro Gly His Gin 
660 665 670 



Lys Gly His Ser Ala Glu Ala Arg Gly Asn Arg Met Ala Asp Gin Ala 
675 680 685 



Ala Arg Lys Ala Ala He Thr Glu Asn Pro Asp Thr Ser Thr Leu Leu 
690 695 700 



He Glu Asn Ser Ser Pro Asn Ser Arg Leu He Asn 
705 710 715 



<210> 3 

<211> 21 

<212> PRT 

<213> Unknown 

<220> 

<223> N-terminal tag sequence 

<400> 3 

Met Ala Ser Gly Thr Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp 
1 5 10 15 



Asp Asp Asp Lys His 
20 



<210> 4 

<211> 4 

<212> PRT 

<213> Unknown 



<220> 

<223> Factor Xa cleavage site 
<400> 4 



He Glu Gly Arg 
1 
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<210> 5 

<211> 4 

<212> PRT 

< 2 1 3 > Unknown 

<220> 

<223> Thrombin cleavage site 

<400> 5 

Leu Val Pro Arg 
1 



<210> 6 

<211> 47 

<212> DNA 

<213> Unknown 

<220> 

<223> 47mer DNA template 

<400> 6 

gagttacagt gtttttgttc cagtctgtag cagtgtgtga atggaag 47 



<210> 7 

<211> 18 

<212> DNA 

<213> Unknown 



<220> 

<223> 18mer DNA primer 
<400> 7 

cttccattca cacactgc 18 



<210> 8 

<211> 21 

<212> DNA 

< 2 1 3 > Unknown 



<220> 

<223> Sequencing primer 
<400> 8 

gaagatcgca ctccagccag c 21 



<210> 9 

<211> 304 

<212> DNA 

<213> Unknown 

<220> 

<223> Mutations introduced by Superscript II into LacZ Alpha DNA 



<220> 
<221> 



misc feature 
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<222> (139) . . (139) 

<223> May be an inserted cytosine, may not be present 
<220> 

<221> mi sc_f eature 

<222> (212) . . (212) 

<223> May be an inserted thymine, may not be present 
<220> 

<221> misc_feature 

<222> (234) . . (234) 

<223> May be 1, 3 or 4 inserted adenines, may not be present 
<220> 

<221> misc_feature 

<222> (277) . . (277) 

<223> May be an inserted cytosine or adenine, may not be present 
<220> 

<221> misc__f eature 

<222> (281) . . (281) 

<223> May be 1 , 3 or 5 inserted thymines, may not be present 
<220> 

<221> misc_f eature 

<222> (285) . . (285) 

<223> May be an inserted cytosine, may not be present 
<220> 

<221> misc_feature 

<222> (304) . . (304) 

<223> May be deleted 

<400> 9 



agcgcaaygc 


aattaatgtg 


agttagctya 


ctcattaggc 


accccaggyy 


ytacacttta 


60 


tgcttccggc 


tcgyrtgttg 


tgtggaattg 


tgagcggata 


acaattycac 


acmsgaaaca 


120 


gctaysacca 


tgattacgns 


caagcytgca 


tgcctgcagg 


tcgactctag 


aggatccccg 


180 


ggtaccgagc 


tcgaattyac 


tggycgtcgt 


tntwacaacg 


tcgtgwctgg 


gaanaaccct 


240 


ggcgttaccy 


macytaatcg 


ccytgcagya 


ymtcycncyt 


nttcngccrg 


ctgkcgtaat 


300 


agcg 












304 



<210> 10 

<211> 20 

<212> DNA 

< 2 1 3 > Unknown 



<220> 

<223> 18 mer DNA primer 



<400> 10 

gaacaaaaac actgtaactc 2 0 



<210> 
<211> 
<212> 



11 
20 
PRT 
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< 2 1 3 > Unknown 
<220> 

<223> N-terminal tag sequence 
<400> 11 

Met Ala Ser Gly Thr Gly Gly Gin Gin Met Gly Arg Asp Leu Tyr Asp 
1 5 10 15 



Asp Asp Asp Lys 
20 



<210> 12 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 12 

gctcgtcgtc gacaacggct c 



<210> 13 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<400> 13 

caaacatgat ctgggtcatc ttctc 



<210> 14 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 14 

gtgaaggtcg gagtcaacgg attt 



<210> 15 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 15 

cacagtcttc tgggtggcag tgat 



<210> 16 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<400> 16 

atggcgatcg tcgaaccgga 



<210> 17 
<211> 31 
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<212> DNA 

<213> Homo sapiens 



<400> 17 

cactgtctta atatgaatgg gacctactga g 



31 



<210> 18 

<211> 26 

<212> DNA 

<213> Homo sapiens 

<400> 18 

gagccaagca gacaagcaaa gcaagc 26 



<210> 19 

<211> 27 

<212> DNA 

<213> Homo sapiens 



<210> 20 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<400> 20 

aaggctggcg gattactgcc 2 0 



<210> 21 

<211> 21 

<212> DNA 

<213> Homo sapiens 



<210> 22 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 22 

gaggagggcg aggtggacgg c 21 



<210> 23 

<211> 27 

<212> DNA 

<213> Homo sapiens 



<400> 19 

tgttttaatt caatcccacg cccctgt 



27 



<400> 21 

gatgctgctg gtgatgtact c 



21 



<400> 23 

gaactaacac acagcgatgg gtgggaa 



27 



<210> 24 
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<211> 32 

<212> DNA 

<213> Homo sapiens 



<400> 24 

ggagtttatc atcaccgcgg aaatactgag ag 



32 



<210> 25 

<211> 30 

<212> DNA 

<213> Homo sapiens 

<400> 25 

tatttcactg acaggcaata ccgtccaagg 30 

<210> 26 

<211> 20 

<212> DNA 

<213> Homo sapiens 



<210> 27 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 27 

ccgtagtgct gggcaatgtt c 21 



<210> 28 

<211> 27 

<212> DNA 

<213> Homo sapiens 



<210> 29 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<400> 29 

aatggcgctt aggactttgg 2 0 



<210> 30 

<211> 24 

<212> DNA 

<213> Homo sapiens 



<400> 26 

cgccaaattt ctcccctgaa 



20 



<400> 28 

gctgcagctt catatgatca gttgtta 



27 



<400> 30 

tggaggctgg gaacgtgaag gaaa 



24 



<210> 31 

<211> 27 

<212> DNA 

<213> Homo sapiens 

<400> 31 

acaggaatga ccgagggtaa tcttggc 



<210> 32 

<211> 17 

<212> DNA 

<213> Rattus sp. 

<400> 32 

gcggcgctgg aggagaa 



<210> 33 

<211> 22 

<212> DNA 

<213> Rattus sp. 

<400> 33 

aggtggcggc tcaaacacaa ag 



<210> 34 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 34 

cgggtggtaa ctggctgctg tgga 



<210> 35 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 35 

tggaggctgg gaacgtgaag gaaa 



<210> 36 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<400> 36 

gcggacctcc cgcttctgcc gga 



<210> 37 

<211> 28 

<212> DNA 

<213> Homo sapiens 



<400> 37 

ccaagtaaaa cagcatcgga acaccagg 



<210> 38 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<400> 38 

aaagtcgatc agcagttgcc agggg 

<210> 39 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<400> 39 

cccacagtca ccgccgctta cct 

<210> 40 

<211> 25 

<212> DNA 

<213> Homo sapiens 

<400> 40 

cttcatccct ccccaacccc aatct 



<210> 41 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 41 

gaggagggcg aggtggacgg c 



<210> 42 

<211> 27 

<212> DNA 

<213> Homo sapiens 

<400> 42 

gaactaacac acagcgatgg gtgggaa 



<210> 43 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<400> 43 

cgccaaattt ctcccctgaa 

<210> 44 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 44 

ccgtagtgct gggcaatgtt c 
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<210> 45 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 45 

gctcgtcgtc gacaacggct c 21 



<210> 46 

<211> 25 

<212> DNA 

<2 13 > Homo sapiens 



<400> 46 

accacatgat ctgggtcatc ttctc 



25 



